Abstract

The human non-coding genome contains many regulatory elements linked to disease-associated genetic variation but
identifying those regions and assessing molecular effects of variation within them is difficult. Consequently, variant
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Data access details at: www.ncbi.nlm.nih.gov/refseq/functionalelements/#Data_Access

Find many more details on our webpage:
www.ncbi.nlm.nih.gov/refseq/functionalelements/

Find news about our dataset in the NCBI Insights blog:
ncbiinsights.ncbi.nlm.nih.gov/tag/refseq-functional-elements/
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